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Analysis on Top Rot of Nectarine Fruits
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ture , Anhui Agriculture University , Hefei, Anhui 230036 )

Abstract
ou-5’ was as testing materials ,and Ca content in fruit between the normal and top rot nectarine were determined. The pathogenic bacteria was iso-
lated and purified from the top rot nectarine ,the mycelium DNA was extracted by CTAB method ,and the rtDNA-ITS sequence was analyzed and i-
dentified ,and the homology was compared by the NCBI Blast online tools. [ Result] Ca content in the disease fruit was significantly lower than in

[ Objective ] The aim was to explore the formation causes of nectarine fruit top rot. [ Method ] The fruit of nectarine cultivar ‘Zhongy-

the control ; two kinds of different types mycelium were separated from fruit decay and necrotic areas,which the weak parasitic fungus was respec-
tively melanosis and black yeast. [ Conclusion] Nectarine top rot is mainly caused by calcium-deficiency ,then is infected by the weak parasite.
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Fig.1 Pathogenic types
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Fig.2 The growth of white mycelium isolated and purified from lightly diseased fruit
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Fig.3 The growth of mycelium isolated and purified from heavily diseased fruit
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Fig.4 The growth of mycelium isolated and purified from heavily diseased fruit
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Fig.5 Classification of the evolutionary tree for Cladosporium

cladosporioides based on ITS sequence analysis
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Fig.6 Classification of the evolutionary tree for Aureobasidium

pullulans based on ITS sequence analysis
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